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OM protein

- nucleic search,

7 08:24:13 2003

. GenCore version 5.1.6
Copyright (c) 1993 - 2003 Compugen Ltd.

using frame_plus_p2n model

Run on: July 7, 2003, 08:19:30 ; Search time 1 Seconds
(without alignments)
2.002 Million cell updates/sec
Title: us-09-670-568b-1
Perfect score: 2383
Sequence: 1 MSQSTQTNEFLSPEVFQHIW......... . PKQSDVFFRHSKPPNRSVYP 448
Scoring table: BLOSUM62
Xgapop 10.0 , Xgapext 0.5
Ygapop 10.0 , Ygapext 0.5
FPgapop 6.0 , Fgapext 7.0
Delop 6.0 , Delext 7.0
Searched: 1 seqs, 2234 residues
Total number of hits satisfying chosen parameters: 2

Minimum DB seq length: 0
Maximum DB seq length: 2000000000

Post-processing: Minimum Match 0%

Maximum Match 100%
Listing first 1 summaries

Command line parameters:
-MODEL=-frame+_p2n.model -DEV=soft -Q=us-09-670-568b-1 -DB=y11416.gb_pr
-SUFFIX=pto -OUT==align_1_2 -MINMATCH~0.l1 -LOOPCL=0 -LOOPEXT=0 -UNITS=bits

-START~1 -END=-1

-MATRIX=blosum62 -TRANS=humand40.cdi -LIST=1 -DOCALIGN=200

-THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=1 -MODE=LOCAL -OUTFMT=pto

-NORM=ext -HEAPSIZE=500
-NEG_SCORES=0 -LONGLOG -THREADS=1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6
-YGAPEXT=0.5

-YGAPOP=10

Database :

Pred.

“MINLEN=0 -MAXLEN=2000000000 -NCPU=6 -NO_XLPXY

-FGAPEXT=7
-DELOP=6 -DELEXT=7
y11416.gb_pr:»

No. is the number of results predicted by chance to have a

score greater than or equal to the score of the result being printed,
and is derived by analysis of the total score distribution.

’ SUMMARIES
%
Result Query
No. Score Match Length DB ID Description
1 1297.5 54.4 2234 1 HSY11416 ACCESSION:Y11416
ALIGNMENTS
RESULT 1
HSY11416
LOCUS HSY11416 2234 bp mRNA linear PRI 02-SEP-1997
DEFINITION H.sapiens mRNA for P73.
ACCESSION Y11416
VERSION Y11416.1 GI:2370175 .
KEYWORDS p533 transcription factor; P73 gene; transcription factor; tumor
. suppressor.
SOURCE Homo sapiens.
ORGANISM Homo sapiens

. REFERENCE
AUTHORS

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.

1 (bases 1 to 2234)

Kaghad,M., Bonnet,H., Yang,A., Creancier,L., Biscan,J.C.,
valent,A., Minty,A., Chalon,P., Lelias,J.M., Dumont,X., Ferrara,P.,
McKeon,F. and Caput,D.

align_1

TITLE

JOURNAL
MEDLINE
PUBMED
REFERENCE
AUTHORS
TITLE
JOURNAL

FEATURES

source

mRNA

variation 78.

Page 1

Monoallelically expressed gene related to p53 at 1p36, a region
frequently deleted in neuroblastoma and other .human cancers
Cell 90 (4), 809-819 (1997)
97433090
9288759
2 (bases 1 to 2234)
Caput,D.
Direct Submission
Submitted (21-FEB-1997) D. Caput, Sanofi-Elf-Bio-Recherches, Labege
Innopole - BP 137- Voie N 1, 31676, Labege Cedex, FRANCE
Location/Qualifiers
1. .2234
/organism="Homo sapiens”
/db_xref="taxon:9606"
/chromosome="1"
/map="p36"
/cell_line="HT29"
/cell_type="adenocarcinoma colon"
<1l. .>2234
/evidence=experimental
.175

/note="exon 2 deletion; second splice variant"

variation 81

/note="allelic variant"
/replace="a"

variation 91

gene

Cbs

CDSs

CDS

/note="allelic variant"

/replace="t"

111. .2021

/gene="pP73"

111. .2021

/gene="p73"

/function="tumor supressor"

/codon_starte=1l

/product="P53-1ike transcription factor"

/protein_id="CAAa72220.1"

/db_xref="GI:2370176"

/Adb_xref="SPTREMBL:015350"

/translation="MAQSTATSPDGGTTFEHLWSSLEPDSTYFDLPQSSRGNNEVVGG

TDSSMDVFHLEGMTTSVMAQFNLLSSTMDQMSSRAASASPYTPEHAASVPTHSPYAQP

SSTFDTMSPAPVIPSNTDYPGPHHFEVTFQQSSTAKSATWTYSPLLKKLYCQIAKTCP
. IQIKVSTPPPPGTAIRAMPVYKKAEHVTDVVKRCPNHELGRDFNEGQSAPASHLIRVE

GNNLSQYVDDPVTGRQSVVVPYEPPQVGTEFTTILYNFMCNSSCVGGMNRRPILIIIT

LEMRDGQVLGRRSFEGRICACPGRDRKADEDHY REQQALNESSAKNGAASKRAFKQSP

PAVPALGAGVKKRRHGDEDTYYLQVRGRENFEILMKLKESLELMELVPQPLVDSYRQQ

QQLLQRPSHLOPPSYGPVLSPMNKVHGGMNKLPSVNQLVGQPPPHSSAATPNLGPVGP

GMLNNHGHAVPANGEMSSSHSAQSMVSGSHCTPPPPYHADPSLVSFLTGLGCPNCIEY

FTSQGLQSIYHLQONLTIEDLGALKIPEQYRMTIWRGLODLKOGHDY STAQOLLRSSNA

ATISIGGSGELQRQRVMEAVHFRVRHTITIPNRGGPGGGPDEWADFGFDLPDCKARKQ

PIKEEFTEAEIH"

join(111l. .15%94,1688.

/gene="pP73"

/note="first splice variant”

/codon_start=1

/evidence=experimental

/protein_id="CAA72219.1"

/db_xref="GI:2370177"

/db_xref="SPTREMBL:015351"

/translation="MAQSTATSPDGGTTFEHLWSSLEPDSTYFDLPQSSRGNNEVVGG

TDSSMDVFHLEGMTTSVMAQFNLLSSTMDQMSSRAASASPYTPEHAASVPTHSPYAQP

SSTFDTMSPAPVIPSNTDYPGPHHFEVTFQQSSTAKSATWTYSPLLKKLYCQIAKTCP

IQIKVSTPPPPGTAIRAMPVYKKAEHVTDVVKRCPNHELGRDFNEGQSAPASHLIRVE

GNNLSQYVDDPVTGRQSVVVPYEPPQVGTEFTTILYNFMCNSSCVGGMNRRPILIIIT

LEMRDGQVLGRRSFEGRICACPGRDRKADEDHYREQQALNESSAKNGAASKRAFKQSP

PAVPALGAGVKKRRHGDEDTYYLQVRGRENFEILMKLKESLELMELVPQPLVDSYRQQ

QQLLQRPSHLOPPSYGPVLSPMNKVHGGMNKLPSVNQLVGQPPPHSSAATPNLGPVGP

GMLNNHGHAVPANGEMSSSHSAQSMVSGSHCTPPPPYHADPSLVRTWGP"

255. .2021

/gene="pP73"

/note="second splice variant"

/codon_start=1

/evidence=experimental

/protein_id="CAA72221.1"
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/db_xref="GI:2370178"

b 4 /db_xref="SPTREMBL:015350"
/translation="MDVFHLEGMTTSVMAQFNLLSSTMDQMSSRAASASPYTPEHAAS
VPTHSPYAQPSSTFDTMSPAPVIPSNTDYPGPHHFEVTFQQSSTAKSATWTY SPLLKK
LYCQIAKTCPIQIKVSTPPPPGTAIRAMPVYKKAEHVTDVVKRCPNHELGRDFNEGQS
APASHLIRVEGNNLSQYVDDPVTGRQSVVVPYEPPQVGTEFTTILYNFMCNSSCVGGM
NRRPILIIITLEMRDGQVLGRRSFEGRICACPGRDRKADEDHYREQQALNESSAKNGA
ASKRAFKQSPPAVPALGAGVKKRRHGDEDTYYLQVRGRENFEILMKLKESLELMELVP
QPLVDSYRQQQQLLQRPSHLQPPSYGPVLSPMNKVHGGMNKLPSVNQLVGQPPPHSSA
ATPNLGPVGPGMLNNHGHAVPANGEMSSSHSAQSMVSGSHCTPPPPYHADPSLVSFLT
GLGCPNCIEYFTSQGLQSIYHLONLT IEDLGALKIPEQYRMT IWRGLODLKQGHEDYST
AQQLLRSSNAATISIGGSGELQRQRVMEAVHFRVRHT ITIPNRGGPGGGPDEWADFGF
DLPDCKARKQPIKEEFTEAEIH"

variation 1595. .1688
/gene="p73"
/note="exon 13 deletion; first splice variant"”
BASE COUNT 462 a 798 c 646 g 328 t
Alignment Scores:
Pred. No.: 0 Length: 2234
ore : 1297.50 Matches: 258
cent Similarity: 72.62% Conservative: 47
zst Local Similarity: 61.43% Mismatches: 84
Query Match: 54.45% Indels: 31
DB: 1 Gaps: 9
us-09-670-568b-1 (1-448) x HSY11416 (1-2234)
Qy 1 MetSerGlnSerThrGlnThrAsnGluPheLeuSerProGlu--------- valpPheGln 17
(INEEERNRNARARE b IEARAEEE 1EEE
Db 111 ATGGCCCAGTCCACCGCCACC--~------=--- TCCCCTGATGGGGGCACCACGTTTGAG 158
Qy 18 :»mHHmanv>wvmrmbm=nwsn~=vHonmnwmmmn<wwmpnmnoHHm>mvrmcvmsmrm 37
(NEERERN N [ARAAA 11
Db 159 CACCTCTGGAGCTCTCTGGAACCA==-==---=-=~--<-=-=--=----=-=--- Q>O?an>nnawn 194
Qy 38 valAspGluProSerGluAspGlyAlaThrAsnLysIle----------- ~GluIleSer 53
111 I : tit 111
Db 195 TTCGACCTTCCCCAGTCAAGCCGGGGGAATAATGAGGTGGTGGGCGGAACGGATTCCAGC 254
Qy 54 zmﬁ>mvo<MH~m>nmzmnmH=>mvmmwwmvhmcmmn>mvaOZmﬁenmmﬂOOP:ewuawn 73
beeerr e 111
Db 255 >emo>nneoeennynneonwnomo>anwoe>0baoe ............... GTCATGGCC 299
Qy 74 wmnrm:mwwrmsrmcwm:mmnzmnwmvmwsmwnHHmmstmsmwwmmnmmwmmﬂerummn 93
LIsAR 1l | : sl Il
Db 300 n>meaowbaoemneowmo>oo>00weoo>on>m>em>nn>ooomnoomOOOHOOOOOVOO 359
N 94 ProTyrAsnThrAspHisAlaGlnAsnServValThrAlaProSerProTyrAlaGlnPro 113
_-_-M RN EEENNAN T [AEREARAEARA RN NNAE
360 CCCTACACCCCAGAGCACGCCGCC- - -AGCGTGCCCACCCACTCGCCCTACGCACAACCC 416
Qy 114 SerSerThrPheAspAlaleuSerProSerProAlalleProSerAsnThraspTyrPro 133
(ENNRRRERARRNRS EEARRR RN PELLRETEREE e erersiel
Db 417 AGCTCCACCTTCGACACCATGTCGCCGGCGCCTGTCATCCCCTCCAACACCGACTACCCC 476
Qy 134 GlyProHisSerPheAspValSerPheGlnGlnSerSerThrAlaLysSerAlaThrTrp 153
RESNRANL VI e B lzes LVEDRDA I DV el
Db 477 GGACCCCACCACTTTGAGGTCACTTTCCAGCAGTCCAGCACGGCCAAGTCAGCCACCTGG 536
Qy 154 ThrTyrSerThrGluLeuLysLysLeuTyrCysGlnIleAlaLysThrCysProIleGln 173
TELELELEY VTRV IRy Oy E b e e e ey by ent
Db 537 ACGTACTCCCCGCTCTTGAAGAAACTCTACTGCCAGATCGCCAAGACATGCCCCATCCAG 596
Qy 174 IleLysValMetThrProProProGlnGlyAlavalIleArgAlaMetProvalTyrLys 193
REARERER [EENRAEAREEN! L (NEARERARANARANNRNRRARY
Db 597 ATCAAGGTGTCCACCCCGCCACCCCCAGGCACTGCCATCCGGGCCATGCCTGTTTACAAG 656
Qy 194 LysAlaGluHisvalThrGluvalvValLysArgCysProAsnHisGluLeuSerArgGlu 213
PECETEEE R s b LR et et (HAERE
Db 657 AAAGCGGAGCACGTGACCGACGTCGTGAAACGCTGCCCCAACCACGAGCTCGGGAGGGAC 716
Qy 214 PheAsnGluGlyGlnIleAlaProProSerHisLeulleArgvValGluGlyAsnSerHis 233

align
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Qy
Db
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Db
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Db
Qy
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717
234
777
254
837
274
897
294
957
314
1017
332
1077
350
1137
370
1197
390
1257
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(RN RRNRY SRR FEVETCREREEE LRy
TTCAACGAAGGACAGTCTGCTCCAGCCAGCCACCTCATCCGCGTGGAAGGCAATAATCTC

w~mo~=e<3<m~owc»mvaoHHmeznow<>nmmwsmmﬂ<mwrmc<mwmnoawnmwcvno

SICLEVE s P e e LRLELE DT LRV s PLELELLLELLA ]
eomowoe»ememm»am»onoemen»oooao»nooyo»onmenoeooaoonne>em»ooo>

ProGlnvalGlyThrGluPheThrThrvalLeuTyrAsnPheMetCysAsnSerSerCys

FELVILLLEIET gl [IEESENNAREN! 1111 111 1111
CCACAGGTGGGGACGGAATTCACCACCATCCTGTACAACTTCATGTGTAACAGCAGCTGT

<wwmw<mszmﬂ>mnvﬂmwnamnoHwmrmcumeHm<m~e=nrwcoHsevﬂ>nm>mwo~<

FLECLLRCILE ettt et et e s bl LEELELEL
Oa>mononO>eo>>nnmnnoQnoovenoeO>ao>enve0>oonemn>oweonoom>emmm

GlnvValLeuGlyArgArgCysPheGluAlaArgIleCysAlaCysProGlyArgAspArg
(ERARRNANRNANENNY [IERAN PEEELOVEI LRt el
CAGGTGCTGGGCCGCCGGTCCTTTGAGGGCCGCATCTGCGCCTGTCCTGGCCGCGACCGA

r%m»pm>mvows>mvmmnH~m>ﬁmb<mawsows<mw ...... SerAspSerThrLysAsn

PELELELELLET I |1 sLHLET 11 [y
ARAGCTGATGAGGACCACTACCGGGAGCAGCAGGCCCTGAACGAGAGCTCCGCCAAGAAC

OH<>mbmH<evnb<m>ﬂowﬂom:mwnooH=>msarnmwmmwaHmmwszmﬁ ...... Thr

il AEENEN | HIREEE :
QQQmonmoo>on>>onmemOoeenwbonwm>oOOOOOOeonnmannnonnnneeooenoo

SerIleLysLysArgArgSerProAspAspGluLeuleuTyrLeuProvalArgGlyarg
el LIVt (NN EREEER e (ERRERARRRRN
GGTGTGAAGAAGCGGCGGCATGGAGACGAGGACACGTACTACCTTCAGGTGCGAGGCCGG

mwca:ﬂewnmwczmﬁrmcbmcrwmHHmb<mmpcmmnrm:QPCbmczmﬁop=e<nbmcmno

(11 : SRR EL ey s s 35N
GAGAACTTTGAGATCCTGATGAAGCTGAAAGAGAGCCTGGAGCTGATGGAGTTGGTGCCE

GlnHisThrIleGluThrTyrArgGlnGlnGlnGln------ mH:nwsmwmmpsmwmrmc

It srzrrerss LLLLCIRRRETLEDTLY] 11 1L
O>QnowoeOnemm>0eOna>enmQO>OO>QO>GO>00600e>n>nvmmoon>®en>nne>

Search completed: July 7, 2003, 08:19:33
3 secs

Job time

776
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836
273
896
293
956
313
1016
331
1076
349
1136
369
1196
389
1256
407
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Mon Jul 7 08:24:13 2003

GenCore version 5.1.6
novwﬂpo:ﬁ (c) 1993 - 2003 cCompugen Ltd.

OM protein - nucleic search, using frame_plus_p2n model

Run on: July 7, 2003, 08:19:30 ; Search time 1 Seconds
: (without alignments)
2.002 Million cell updates/sec
Title: us-09-670-568b-1
Perfect score: 2383
Sequence: 1 MSQSTQTNEFLSPEVFQHIW..........PKQSDVFFRHSKPPNRSVYP 448
Scoring table: BLOSUM62
Xgapop 10.0 , Xgapext 0.5
Ygapop 10.0 , Ygapext 0.5
Fgapop 6.0 , Fgapext 7.0
Delop 6.0 , Delext 7.0
Searched: 1 seqgs, 2234 residues
Total number of hits satisfying chosen parameters: 2

Minimum DB seq length: 0

Maximum DB seq length: 2000000000
Post-processing: Minimum Match 0%
Maximum Match 100%
Listing first 1 summaries

Command line parameters:

~MODEL=frame+_p2n.model -DEV=soft -Q=us-09-670-568b-1 -DB=yl1416.gb_pr
-SUFFIX=pto -OUT==align_1_2 -MINMATCH=0.1 -LOOPCL=0 -LOOPEXT=0 -UNITS=bits
-START+=1 -END=-1 -MATRIX=blosum62 -TRANS~human40.cdi -LIST=1 -DOCALIGN=200
~THR_SCORE=pct -THR_MAX=100 -THR_MIN=Q -ALIGN=1 -MODE=LOCAL -OQUTFMT=pto
-NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 -NCPU=6 -NO_XLPXY
-NEG_SCORES=0 -LONGLOG -THREADS=1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 -FGAPEXT=7
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7

Database : y11416.gb_pr:*

Pred. No. is the number of results predicted by chance to have a
score greater than or equal to the score of the result being printed,
and is derived by analysis of the total score distribution. N

SUMMARIES
%
.Result Query
No. Score Match Length DB ID Description
1 1297.5 mu.» 2234 1 HSY11416 ACCESSION:Y11416
ALIGNMENTS
RESULT 1
HSY11416
LOCUS HSY11416 2234 bp MRNA linear PRI 02-SEP-1997
DEFINITION H.sapiens mRNA for P73.
ACCESSION Y11416
VERSION Y11416.1 GI:2370175
KEYWORDS p53 transcription factor; P73 gene; transcription factor; tumor
. suppressor.
SOURCE Homo saplens.
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 2234)
AUTHORS Kaghad,M., Bonnet,H., Yang,A., Creancier,L., Biscan,J.C.,
Valent,A., Minty,A., Chalon,P., Lelias,J.M., Dumont,X., Ferrara,P.,

McKeon,F. and Caput,D.

TITLE

JOURNAL
MEDLINE
PUBMED
REFERENCE
AUTHORS
TITLE
JOURNAL

FEATURES

source

mRNA

variation

Page 1

Monoallelically expressed gene related to p53 at 1p36, a region
frequently deleted in neuroblastoma and other human cancers
Cell 90 (4), 809-819 (1997)

97433090

9288759

2 (bases 1 to 2234)

Caput,D.

Direct Submission

Submitted (21-FEB-1997) D. Caput, Sanofi-Elf-Bio-Recherches,
Innopole - BP 137- Voie N 1, 31676, Labege Cedex, FRANCE
Location/Qualifiers

1. .2234

/organism="Homo sapiens"

/db_xref="taxon:9606"

/chromosome="1"

/map="p36"

/cell_line="HT29"

/cell_type="adenocarcinoma colon”

<1l. .>2234
/evidence=experimental
78. .175 .
/note="exon 2 deletion;

Labege

second splice variant”

variation 81

/note="allelic variant”
\nwvwwnmuama

variation 91

gene

CDs

CDS

CDS

/note="allelic variant"

/replace="t"

111. .2021

/gene="p73"

111. .2021

/gene="p73"

/function="tumor supressor"”

‘/codon_start=1

/product="P53-1ike transcription factor"
/protein_id="CaA72220.1"

/db_xref«"GI1:2370176"

/db_xref="SPTREMBL:015350"
/translation="MAQSTATSPDGGTTFEHLWSSLEPDSTYFDLPQSSRGNNEVVGG
TDSSMDVFHLEGMTTSVMAQFNLLSSTMDQMSSRAASASPYTPEHAASVPTHSPYAQP
SSTFDTMSPAPVIPSNTDYPGPHHFEVTFQQSSTAKSATWTYSPLLKKLYCQIAKTCP
IQIKVSTPPPPGTAIRAMPVYKKAEHVTDVVKRCPNHELGRDFNEGQSAPASHLIRVE
GNNLSQYVDDPVTGRQSVVVPYEPPQVGTEFTTILYNFMCNSSCVGGMNRRPILITIIT
LEMRDGQVLGRRSFEGRICACPGRDRKADEDHYREQQALNESSAKNGAASKRAFKQSP
PAVPALGAGVKKRRHGDEDTYYLQVRGRENFEILMKLKESLELMELVPQPLVDSYRQQ
QQLLQRPSHLQPPSYGPVLSPMNKVHGGMNKLPSVNQLVGQPPPHSSAATPNLGPVGP
GMLNNHGHAVPANGEMSSSHSAQSMVSGSHCTPPPPYHADPSLVSFLTGLGCPNCIEY
FTSQGLQSIYHLONLT IEDLGALKIPEQYRMT IWRGLQDLKQGHDYSTAQQLLRSSNA
ATISIGGSGELQRQRVMEAVHFRVRHTITIPNRGGPGGGPDEWADFGFDLPDCKARKQ
PIKEEFTEAEIH"
join(111l. .1594,1689.
/gene="P73"
/note="first splice variant”

/codon_start=1

/evidence=experimental

/protein_1id="CAA72219.1"

/db_xref="GI1:2370177"

/db_xref="SPTREMBL:015351"
/translation="MAQSTATSPDGGTTFEHLWSSLEPDSTYFDLPQSSRGNNEVVGG
TDSSMDVFHLEGMTTSVMAQFNLLSSTMDOMSSRAASASPYTPEHAASVPTHSPYAQP
SSTFDTMSPAPVIPSNTDYPGPHHFEVTFQQSSTAKSATWTYSPLLKKLYCQIAKTCP
IQIKVSTPPPPGTAIRAMPVYKKAEHVTDVVKRCPNHELGRDFNEGQSAPASHLIRVE
GNNLSQYVDDPVTGRQSVVVPYEPPQVGTEFTTILYNFMCNSSCVGGMNRRPILIIIT
LEMRDGQVLGRRSFEGRICACPGRDRKADEDHYREQQALNESSAKNGAASKRAFKQSP
PAVPALGAGVKKRRHGDEDTYYLQVRGRENFEILMKLKESLELMELVPQPLVDSYRQQ
QQLLORPSHLOPPSYGPVLSPMNKVHGGMNKLPSVNQLVGQPPPHSSAATPNLGPVGP
GMLNNHGHAVPANGEMSSSHSAQSMVSGSHCTPPPPYHADPSLVRTWGP "

255. .2021

/gene="p73"

/note="second splice variant”

/codon_start=1

' /evidence=experimental

/protein_id="CAA72221.1"

.1704)
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/db_xref="GI:2370178" . PLERELEEELELET ] [NERRN POLECLEN LR ey ess:

. /db_xref="SPTREMBL:015350" Db 717 TTCAACGAAGGACAGTCTGCTCCAGCCAGCCACCTCATCCGCGTGGAAGGCAATAATCTC 776
/translation="MDVFHLEGMTTSVMAQFNLLSSTMDOMSSRAASASPYTPEHAAS .
VPTHSPYAQPSSTFDTMSPAPVIPSNTDYPGPHHFEVTFQOSSTAKSATWTYSPLLKK Qy 234 AlaGlnTyrvalGluAspProIleThrGlyArgGlanSerValLeuvalProTyrGluPro 253
LYCQIAKTCPIQIKVSTPPPPGTAIRAMPVYKKAEHVTDVVKRCPNHELGRDFNEGQS ! AR RN R AR AT ] [RERERERERERA (RERRRERRRRRRRE!
'APASHLIRVEGNNLSQYVDDPVTGRQSVVVPYEPPQVGTEFTTILYNFMCNSSCVGGM Db 777 TCGCAGTATGTGGATGACCCTGTCACCGGCAGGCAGAGCGTCGTGGTGCCCTATGAGCCA 836
NRRPILTIITLEMRDGQVLGRRSFEGRICACPGRDRKADEDHYREQQALNESSAKNGA
ASKRAFKQSPPAVPALGAGVKKRRHGDEDTYYLQVRGRENFEILMKLKESLELMELVP Qy 254 ProGlnvalGlyThrGluPheThrThrvalLeuTyrAsnPheMetCysAsnSerSerCys 273
QPLVDSYRQQQQLLQRPSHLQPPSYGPVLSPMNKVHGGMNKLPSVNQLVGQPPPHSSA [NERARARRRRERSARARERNRARNY! (ARERRRERRNN i Ly
ATPNLGPVGPGMLNNHGHAVPANGEMSSSHSAQSMVSGSHCTPPPPYHADPSLVSFLT Db 837 CCACAGGTGGGGACGGAATTCACCACCATCCTGTACAACTTCATGTGTAACAGCAGCTGT 896
GLGCPNCIEYFTSQGLQSIYHLQNLTIEDLGALKIPEQYRMTIWRGLQDLKQGHDYST
AQQLLRSSNAATISIGGSGELQRQRVMEAVHFRVRHT ITIPNRGGPGGGPDEWADFGF Qy 274 <mHoH<0H<Zmﬁ>m:whmwnovHonmrmchmH~m<wwavﬁbm:mwce5n>na>mvmw< 293
. DLPDCKARKQPIKEEFTEAEIH" [REE] (NRERE RN R R NN NN NN NNy [EERRRRAN
variation 1595. .1688 . Db 897 GTAGGGGGCATGAACCGGCGGCCCATCCTCATCATCATCACCCTGGAGATGCGGGATGGG 956
/gene="pP73"
/note="exon 13 deletion; first splice variant" Qy 294 GlnvalLeuGlyArgArgCysPheGluAlaArgIleCysAlaCysProGlyArgAspArg 313
BASE COUNT 462 a 798 ¢ 646 g 328 t [RERERARRRARARNENS [LRRRE! CRrrrbrrrernrererenirertentl
Db 957 CAGGTGCTGGGCCGCCGGTCCTTTGAGGGCCGCATCTGCGCCTGTCCTGGCCGCGACCGA 1016
Alignment Scores: :
N Pred. No.: 0 Length: 2234 Qy 314 LysAlaAspGluAspSerIleArgLysGlnGlnval------ SerAspSerThrLysAsn 331
goonm" 1297.50 Matches: 258 : IRERARRERRRRRRN [N EEERRRARE] 1] [ARRRA]
ercent Similarity: 72.62% . Conservative: 47 . ’ Db 1017 AAAGCTGATGAGGACCACTACCGGGAGCAGCAGGCCCTGAACGAGAGCTCCGCCAAGAAC 1076
PBest Local Similarity: 61.43% Mismatches: 84
Query Match: 54.45% Indels: 31 . Qy 332 GlyAspGlyThrLysArgProPheArgGlnAsnThrHisGlyIleGlnMet------ Thr 349
DB: 1 Gaps: 9 111 sl LV AR EEERE HE HE
bb 1077 GGGGCCGCCAGCAAGCGTGCCTTCAAGCAGAGCCCCCCTGCCGTCCCCGCCCTTGGTGCC 1136
us-09-670-568b-1 (1-448) x HSY11416 (1-2234)
. Qy 350 SerIleLysLysArgArgSerProAspAspGluLeuLeuTyrLeuProvalArgGlyArg 369
Qy 1 MetSerGlnSerThrGlnThrAsnGluPheLeuSerProGlu-----=-<--- valbPheGln 17 AR RN N EEEEEE] [INRARAN ERRRARRRERE)
SAEEERRARRRERE] i [RRR RN ERE [NAEES Db 1137 GGTGTGAAGAAGCGGCGGCATGGAGACGAGGACACGTACTACCTTCAGGTGCGAGGCCGG 1196
Db 111 ATGGCCCAGTCCACCGCCACC----=------- TCCCCTGATGGGGGCACCACGTTTGAG 158
o . Qy 370 GluThrTyrGluMetLeuLeuLysIleLysGluSerLeuGluLeuMetGlnTyrLeuPro 389
Qy 18 HisIleTrpAspPheLeuGluGlnProlleCysSerValGlnProlleAspLeuAsnPhe 37 (R soablbeee b bes e bbb P OOV TR e EER RN
. IIREEEARE! INRR R 1 HE Db 1197 GAGAACTTTGAGATCCTGATGAAGCTGAAAGAGAGCCTGGAGCTGATGGAGTTGGTGCCG 1256
bb 159 CACCTCTGGAGCTCTCTGGAACCA------=-==~=-=-<---=-----=~- GACAGCACCTAC 194
Qy 390 GlnHisThrIleGluThrTyrArgGlnGlnGlnGlin------ GlnGlnHisGlnHisLeu 407
Qy 38 ValAspGluProSerGluAspGlyAlaThrAsnLysIle----=-=----- ~GluIleSer 53 (RA EEREE frrererererverritl (REREE [AARAN
I 1l [REEEEERE] tee 111 Db 1257 CAGCCACTGGTGGACTCCTATCGGCAGCAGCAGCAGCTCCTACAGAGGCCGAGTCACCTA 1316
Db 195 TTCGACCTTCCCCAGTCAAGCCGGGGGAATAATGAGGTGGTGGGCGGARCGGATTCCAGC 254 ’
Qy 54 MetAspCysIleArgMetGlnAspSerAspLeuSerAspProMetTrpProGlnTyrThr 73 Search completed: July 7, 2003, 08:19:33
NN RAN : : (R : Job time : 3 secs
Db - 255 ATGGACGTCTTCCACCTGGAGGGCATGACTACATCT-----=====~---~< GTCATGGCC 299
Qy 74 AsnLeuGlyLeuLeuAsnSerMetAspGlnGlnIleGlnAsnGlySerSerSerThrSer 93
IILAREE | LR tit RN 1
Db 300 CAGTTCAATCTGCTGAGCAGCACCATGGACCAGATGAGCAGCCGCGCGGCCTCGGCCAGC 359
Qy 94 ProTyrAsnThrAspHisAlaGlnAsnSerValThrAlaProSerProTyrAlaGlnPro 113
hk--w ARRAR IEERNARNN] [NEEAR (AEARRRRRARAERENNE
. b 360 CCCTACACCCCAGAGCACGCCGCC - - -AGCGTGCCCACCCACTCGCCCTACGCACAACCC 416
Qy 114 SerSerThrPheAspAlaLeuSerProSerProAlalleProSerAsnThrAspTyrPro 133
[ARARSRARARRNNE XN AN (NERRERRR RN AR RNaNNanny!
Db 417 AGCTCCACCTTCGACACCATGTCGCCGGCGCCTGTCATCCCCTCCAACACCGACTACCCC 476
Qy 134 GlyProHisSerPheAspvValSerPheGlnGlnSerSerThrAlaLysSerAlaThrTrp 153
IRERNENAL PUbzee i bees R LEEELRTER R
Db. 477 GGACCCCACCACTTTGAGGTCACTTTCCAGCAGTCCAGCACGGCCAAGTCAGCCACCTGG 536
Qy 154 ThrTyrSerThrGluLeuLysLysLeuTyrCysGlnIleAlaLysThrCysProIleGln 173
[ERRRARNN! VPR EER Y R e v b e e byl
Db 537 ACGTACTCCCCGCTCTTGAAGAAACTCTACTGCCAGATCGCCAAGACATGCCCCATCCAG 596
Qy 174 IleLysValMetThrProProProGlnGlyAlavalIleArgAlaMetProvalTyrLys 193
FEVELLAE) [AEERRANERNY 1 ERRRNARR A RR AN RERE]
Db 597 ATCAAGGTGTCCACCCCGCCACCCCCAGGCACTGCCATCCGGGCCATGCCTGTTTACAAG 656
Qy 194 LysAlaGluHisValThrGluValvalLysArgCysProAsnHisGluLeuSerArgGlu 213

PEPELELRR b b e ss LLLARTRRLLI BT PLEIL s
Db 657 AAAGCGGAGCACGTGACCGACGTCGTGAAACGCTGCCCCAACCACGAGCTCGGGAGGGAC 716

Qy 214 PheAsnGluGlyGlnIleAlaProProSerHisLeulleArgValGluGlyAsnSerHis 233
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